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74
This results in an enrichment ratio value for every 25 nucleotides along the genome.
76
All nucleotide positions where the enrichment ratio was less than 1.5 were removed and then 77 a negative binomial distribution was fitted to the data using the fitdistr function of the MASS 78 package in R. Thus, we could arrive at the size and the mu parameters of the binomial 79 distribution.
81
The values of size and mu parameters resulting from the fitting of the binomial distribution
82
were then used to calculate the P-values for each enrichment ratio using the pnbinom function
83
of R. Finally the P-values were adjusted for multiple testing by using the p.adjust function of
84
R using the Benjamini and Hochberg method. This resulted in tables which had three columns:
85
Genomic position, Enrichment ratio and, Adjusted P-value.
87
Using the coordinates of the genes in Streptomyces coelicolor, information about genes on 88 the left and right of each genomic position was added to the tables made above.
90
The columns in Table S2 are: 91 92
1. Position on the genome. 
101
Columns 8, 9, 10, and 11 are similar to 4, 5, 6 and 7 but they are for the gene inside which 102 the position in column 1. lies. These can be all "-" (dashes) if the position is not within a gene.
104
Columns 12, 13, 14, and 15 are similar to 4, 5, 6 and 7 but they are for the gene on the right
105
of the position in column 1.
106 107
